S2
. Replots of histidine inhibition data. Slope and intercept replots of the individually fitted double-reciprocal data for PaATPPRT inhibition by histidine against PRPP and ATP.
Data points are value  fitting error from individually fitted double-reciprocal plots, and lines are linear regressions of the data. a Rmerge = ∑|I(hkl) -I| × 100/∑|I(hkl)|, where the average intensity I is taken over all symmetry equivalent measurements and I(hkl) is the measured intensity for a given observation.
S3
b Rwork = ∑hkl||Fo(hkl)| -|Fc(hkl)||/∑hkl|Fo(hkl)|.
c Rfree = Rfactor for a test-set of reflections (5%).
